Here, we report the first complete genome sequence of the Mycobacterium intracellulare clinical strain MOTT-02, which was previously grouped in the INT2 genotype of M. intracellulare. This genome sequence will serve as a valuable reference for improving the understanding of the disparity in the virulence and epidemiologic traits between M. intracellulare genotypes.
M
embers of the Mycobacterium avium complex (MAC) are the most frequently isolated nontuberculous mycobacteria (NTM). Traditionally, MAC includes two species, M. avium and Mycobacterium intracellulare (1, 7) . As has been found in other countries, MAC is the NTM isolated most frequently in Korea. However, uniquely, M. intracellulare has been reported to be isolated more frequently than M. avium in Korea (3, 4, 6 ). The MOTT-02 genome was sequenced by a standard shotgun strategy using GS FLX pyrosequencing technology. Sequencing analysis was performed at the National Instrumentation Center for Environmental Management (NICEM) (Genome Analysis Unit) at Seoul National University. A total of 504,222 reads were generated, with an average read length of 417, yielding 210,469,357 bp of total sequences. This represents 39ϫ coverage for the estimated 5.4-Mb genome size. The obtained contigs were compared for mapping to the whole-genome sequence of the reference strain using the BLASTZ program (http: //www.bx.psu.edu/miller_lab/). All the remaining gaps between contigs were completely filled by ϳ50-fold Solexa reads and PCR amplifications. Genome annotation was performed using the NCBI Prokaryotic Genomes Automatic Annotation Pipeline (PGAAP) (http://www.ncbi.nih.gov/genomes/static/Pipeline.html).
The Nucleotide sequence accession number. The whole genome sequence of Mycobacterium sp. MOTT-02 has been deposited at GenBank under accession number CP003323.
